Proteus mirabilis is a Gram-negative enteric bacterium associated with complicated human urinary tract infections. Here, we present the complete genome annotation for P. mirabilis siphophage Saba. With a 60,056-bp genome and 75 predicted genes, Saba is most similar at the nucleotide and protein levels to phage Chi and Chi-like viruses.
at https://cpt.tamu.edu/galaxy-pub (18) , and annotation was performed in the Apollo instance (19) .
The 60,056-bp Saba siphophage genome has 48.8% GϩC content. With 75 coding sequences predicted, Saba has 93.5% coding density. Within the nonredundant database, Saba is most similar to Proteus phage pPM_01 (50.94% nucleotide identity and 55 shared proteins, GenBank accession number KP063118) and Proteus phage PM87 (50.83% nucleotide identity and 48 shared proteins, GenBank accession number MG030346), as well as enterobacterial phage Chi (29.45% nucleotide identity and 40 proteins, GenBank accession number JX094499). Given these similarities to Chi and Chi-like viruses, Saba may also be flagellotropic.
Data availability. The genome sequence and associated data for phage Saba were deposited under GenBank accession number MN062188, BioProject number PRJNA222858, SRA run number SRR8892147, and BioSample number SAMN11408687.
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